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Abstract
It is now widely recognized that dynamics are important to consider for understanding allosteric
protein function. However, dynamics occur over a wide range of timescales, and how these
different motions relate to one another is not well understood. Here, we report an NMR relaxation
study of dynamics over multiple timescales at both backbone and side-chain sites upon an
allosteric response to phosphorylation. The response regulator, Escherichia coli CheY,
allosterically responds to phosphorylation with a change in dynamics on both the μs-ms timescale
and ps-ns timescale. We observe an apparent decrease and redistribution of μs-ms dynamics upon
phosphorylation (and accompanying Mg2+ saturation) of CheY. Additionally, methyl groups with
the largest changes in ps-ns dynamics localize to the regions of conformational change measured
by μs-ms dynamics. The limited spread of changes in ps-ns dynamics suggests a distinct
relationship between motions on the μs-ms and ps-ns timescales in CheY. The allosteric
mechanism utilized by CheY highlights the diversity of roles dynamics play in protein function.
Introduction
Allostery is widespread in biology as an effective means for regulating protein activity.
While the existence of protein dynamics over a range of timescales is well established, how
these dynamics contribute to allosteric protein function is poorly understood. The
mechanism(s) underlying long-range communication necessary for allostery may include not
only large changes in the conformation but also changes in the dynamic fluctuations about a
mean conformation.1, 2 Allosteric mechanisms have been shown to utilize the now familiar
conformational change,3-5 but more recent cases have been shown to solely use fast (i.e. ps-
ns) internal dynamics.6-8 It has been suggested that fast fluctuations are involved in
facilitating the slower motions.9 This connection between different timescales of motion and
relation to function may be an important mechanism in allostery. However, to our
knowledge, only for adenylate kinase has there been any discussion of the relationship
between timescales.9 Allosteric proteins often possess both slow and fast dynamics, but the
relationship between the two remains unclear.
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Escherichia coli CheY is an ideal protein for the study of protein motions as they relate to
function since it is an allosteric signaling protein that displays significant motions on
multiple timescales. CheY is a response regulator (RR) from the two-component system that
regulates chemotaxis.10, 11 Upon phosphorylation at D5712, CheY undergoes a
conformational change which enables tight binding to the flagellar motor protein FliM (and
minor interactions with FliN13) at a distal surface. CheY binding to FliM and FliN promotes
a conformational change in the flagellar protein FliG which results in a switch from
counterclockwise to clockwise flagellar rotation.14, 15 Because of the necessity for a quick
chemotactic response, the autodephosphorylation rate of CheY is 2.5 min−1.16 Therefore, the
ability to study the phosphorylated state of CheY is difficult and it has become common to
use the phosphoryl mimic BeFx.17-20
The CheY conformational switch has been extensively studied as a model RR for
understanding phosphorylation induced activation. Phosphorylation in CheY is initially
sensed by T87, A88 and K109 which form hydrogen bonds with the phosphoryl group and
are important in the initial allosteric signaling.20, 21 The phosphorylation-induced
conformational change in CheY includes motion of the β4-α4 loop and a quartet of residues
(E89, W58, M85, Y106)22 whose motions result in the rotation of Y106 from an “out”
solvent exposed rotamer to an “in” buried one (Fig. 1).18, 20
Not only is CheY an excellent model RR for conformational change due to phosphorylation,
RRs have become favored models for understanding conformational allostery. Previous
studies of RRs focused on the conformational switch between inactive and active
conformations on the slow timescale by monitoring the inherent equilibrium in the
unphosphorylated protein.3, 22-24 While fast backbone dynamics have also been reported,
they have not been shown to be involved in the allosteric transition.3, 24, 25 Here, we report
the first multi-timescale study of both an unphosphorylated and phosphorylated RR
including measurement of fast side-chain dynamics.
We previously reported motions on the μs-ms timescale that correlate with the intrinsic
switching between inactive and active-like conformations in CheY in the absence of the
activating phosphoryl group.22 Here we observe the slow dynamics dampen and shift to the
FliM binding interface upon phosphorylation (and accompanying Mg2+ saturation) of CheY.
Additionally, we show large changes in methyl dynamics on the ps-ns timescale upon
phosphorylation of CheY correlate with areas that undergo conformational change.
Additional small significant changes are located in other regions known to affect CheY
function. The dynamics on the slow and fast timescales localize to the same areas indicating
a possible connection between timescales that may be necessary for the allosteric transition
in CheY.
Results and discussion
μs-ms dynamics are dampened and shift toward the FliM binding interface upon
phosphorylation of CheY
15N Carr-Purcell-Meiboom-Gill (CPMG) relaxation dispersion experiments26 were used to
measure motions on the μs-ms timescale for unphosphorylated CheY (CheY-unP)22 and
BeFx-bound CheY (CheY-P). This experiment measures the contribution from a
conformational exchange process on the μs-ms timescale (Rex) to the effective transverse
relaxation rate (R2,eff) as a function of the spacing between 180° pulses in the CPMG train
(τcp),
(1)
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where R2° is the intrinsic relaxation rate.27 Full relaxation dispersion experiments can be fit
to reveal the kinetic and thermodynamic parameters of the exchange. For CheY-P, full
relaxation dispersion experiments were carried out, but only a few residues have a high
enough Rex (> 2 s−1) to enable accurate fitting and it is therefore more beneficial to only
consider the level of Rex in each CheY state (details in Materials and Methods). The
complete curves and fits for these residues (Rex > 2 s−1) can be found in the supplemental
material (Fig. S1a).
Here, we compare μs-ms dynamics in CheY-P to CheY-unP. CheY sample buffers with 10
mM Mg2+ were used, even though CheY-unP is not fully saturated with Mg2+ at this
concentration22 (CheY-P is), as partial saturation is expected under normal cellular
conditions. Overall, there is a decrease in Rex upon phosphorylation of CheY (Fig. 2a)
compared to CheY-unP in the presence of 10 mM Mg2+. Surprisingly, Rex is not zero for
CheY-P. In CheY-unP, dynamics on this timescale report on the switch between inactive
and active states (Fig. 2b).22 We would expect phosphorylated CheY to be fully switched to
the active state and therefore have zero Rex. However, we see small amounts of Rex
throughout the protein and much of it localized to the β4-α4 loop and near to Y106 (Fig.2c).
This indicates that CheY-P may be primarily in the active conformation but is able to switch
to another conformation(s), such as the inactive state.
In CheY-unP, residues with dynamics on this timescale localize to the active site and
allosteric pathways (Fig. 2b). Upon phosphorylation, residues with dynamics are shifted
towards the FliM binding interface (Fig.2c). While the allosteric pathway continues to have
a small amount of Rex, many active site residues are diminished (Fig. S1b) and a new low
level of Rex appears near to the FliM binding interface. The slow dynamics in CheY-P are
indicative of its ability to access more than one conformation on the μs-ms timescale. Since
CheY does not switch to the active state in a two-state concerted manner22, it is not
surprising that a different selection of residues show motions in the phosphorylated state.
CheY-P is likely locally accessing the inactive conformation in the regions of the allosteric
pathway. By contrast, the new dynamics of CheY-P at the FliM-binding interface are
monitoring motions not present in CheY-unP and may be indicative of CheY-P’s dynamics
between multiple active-like states. It is possible that these are not new motions, but the
timescale of the motions has shifted. If this were the case, motions in CheY-unP may have
been too fast to monitor by these experiments, but upon phosphorylation the motions
become slow enough to be detectable.
Ps-ns dynamics become both more rigid and more flexible upon phosphorylation of CheY
NMR 15N and 2H relaxation experiments were collected for CheY-P and CheY-unP to
measure dynamic fluctuations on the ps-ns timescale. The dynamics report on the N-H bond
vector for 15N relaxation and the methyl symmetry axis of a CH2D methyl isotopomer
for 2H relaxation. Model free analysis of the relaxation parameters yields the order
parameter (S2) for the bond vector which ranges from 0 (no orientational bias) to 1
(completely rigid).28, 29 In addition to the order parameter, the effective correlation time (τe)
for the internal motion of the bond vector is obtained.
The backbone dynamics were measured utilizing 15N T1, T2, and {1H}–15N NOE relaxation
experiments. We found the CheY backbone to be rigid on the ps-ns timescale in areas of
secondary structure. The order parameters for CheY-unP ranged from 0.66 to 0.94 with an
average of 0.88 (Fig. S2) which is consistent with previously reported values.30 Upon
phosphorylation, backbone dynamics only change slightly throughout the protein (Fig. S3).
The small changes occur in both directions: some residues become more rigid and others
become more flexible upon phosphorylation.
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It is becoming increasingly clear that side-chain dynamics can reveal functional dynamics
that are invisible to the backbone since side-chain dynamics are more heterogeneous and
more sensitive to perturbation.31 2H relaxation experiments32 were collected to measure the
ps-ns dynamics of the methyl side chains of CheY-unP and CheY-P. The methyl order
parameters (S2axis) ranged from 0.25 to 0.99 with an average of 0.71 for CheY-unP (Fig.
S4). Comparison of CheY-unP and CheY-P order parameters show larger changes in order
parameter than the backbone, with some methyl groups with increased flexibility and some
with increased rigidity upon phosphorylation (Fig. 3a). Overall, it appears phosphorylation
induces an slight increase in flexibility in CheY.
T87 and A88, which are located very close to the bound BeFx, have increased rigidity upon
phosphorylation. This is to be expected since binding pockets typically become more rigid
upon ligand binding. Furthermore, the hydroxyl group of T87 and backbone of A88 form
hydrogen bonds with the phosphate group. Therefore, it is not surprising that these particular
methyl groups become more rigid. Other than at the active site, most changes in dynamics
correspond to increases in flexibility upon phosphorylation. This is commonly seen and
thought to compensate for the entropic penalty incurred by the rigidification of the active
site residues.33, 34 Many other residues exhibit changes in dynamics, although it is clear that
much of the protein is silent (Fig. 3c).
Furthermore, some methyl groups have a change in the correlation time as measured by τe
(Fig. 3b) and many are not accompanied by a change in S2axis. Methyl groups with a change
in τe are distributed throughout the protein with many near to the active site and FliM
binding interface (Fig. 3d). The methyl groups with the largest change in τe, L28, L43, and
A113 do not undergo changes in S2axis and are located far from the active site. This
phenomenon was also observed upon mutation in eglin c.35 A large change in τe without a
change in S2axis indicates a large change in the rate of rotation of the methyl group about the
symmetry axis. Further interpretation of changes in τe is unclear, yet it remains a reliable
measure of the changes in dynamics on this timescale.
The largest changes in ps-ns side-chain dynamics are along the allosteric pathway
The allosteric switch in CheY and other RRs has been well characterized as a
conformational change between inactive and active states.3, 18, 20, 22-24 It is this
conformational switch (which is triggered by phosphorylation) that allows increased activity
at a distal site. In CheY, the location of the conformational change as seen in numerous
crystal structures18, 36, 37 and confirmed by numerous mutational studies16, 38, 39 centers
around the initial sensing by T87 and A88. These residues couple to the movement of the
β4-α4 loop (especially E89), rotation of W58 about χ2, rotation of M85 about χ1 and, most
importantly, inward rotamer selection of Y106. This conformational switch can be
monitored by NMR relaxation experiments (above).
The largest changes in side-chain methyl ps-ns dynamics upon phosphorylation occur in this
region (indicated by the oval in Fig. 4). Not only are there changes at T87 and V107
(adjacent to Y106 motion), but also large changes at M85 and A88. In addition to V107,
there are significant changes to I95 which contacts Y106, is involved in FliM binding, and
alters CheY’s activity when mutated.40 This further confirms the involvement of T87, A88,
M85, Y106, and I95 in the conformational change and allosteric signaling upon
phosphorylation.
The remainder of the β4-α4 loop shows a mixture of rigidification and flexibility upon
activation. Although the 2H methyl relaxation experiments yield no information on side-
chain dynamics of E89, a small but detectable increase in the backbone NH S2 from 0.82 ±
0.02 to 0.87 ± 0.01 was observed for this residue (Fig. S3), consistent with the formation of
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a hydrogen bond between the side-chain hydroxyl of Y106 and the backbone carbonyl of
E89 upon activation18. Interestingly, the Cβ S2axis of A90 is unusually low for both inactive
and activated states, at a value of ~0.67 ± 0.01, compared to the CheY average of 0.86 for
alanine. No backbone S2 values were obtained for A90 due to spectral overlap, but the low
S2axis, as well as the low NH S2 of 0.66 ± 0.01 for K91 (of the inactive state), suggest that
A90 and K91 are quite flexible in the inactive state. Together, these data indicate that in
general the β4-α4 loop is flexible, but rigidification of the backbone at E89 upon
phosphorylation does not affect the flexibility of the A90 Cβ.
Small significant changes in ps-ns side-chain dynamics are in distal regions associated
with CheY function
Many methyl groups with a small, but significant change in methyl order parameter or a
change in correlation time are near to the active site yet are not known to be involved in the
allosteric switch or coordinating the Mg2+ or BeFx. For example, M17 and M60 have a
small increase in S2axis and a small change in τe, respectively. These residues are both near
to the active site (Fig. 4b) but are not considered active site residues. In the CheY 15N-1H
HSQC, M60 is a broad peak and has a large chemical shift change upon Mg2+ binding and
subsequent BeFx binding. Therefore, M60 reports on the binding of these two ligands. Since
M17 has been shown to be intolerant of mutation, it was proposed to play a role in the
propagation of signal after phosphorylation.38 Furthermore, mutation of methionine to
alanine at 17 produces significant changes in the chemical shift of Y106 and V107 more
than 9 Å away (McDonald & Lee, unpublished), indicating its involvement in the allosteric
pathway. Both M17 and M60 are not known to be directly involved in the allosteric
signaling upon phosphorylation, but both seem to have functional importance. Their
significant changes in side-chain dynamics on the fast timescale may be indicative of their
involvement in the allosteric signaling.
Another methyl group that has only a change in τe without a change in S2axis is A113. A
mutation of A113 to proline causes increased activity in CheY as measured by increased
clockwise flagellar rotation and FliM binding affinity.39 Alternatively, a mutation to
asparagine at this position results in an increase of counterclockwise flagellar rotation. A113
is more than 17 Å from the bound BeFx and 12 Å from the bound FliM peptide (using pdb
1F4V19). Mutations that affect CheY function at A113 are surprising since it is so far from
the active site, FliM, and any residues involved in the allosteric transition. Therefore, it is
especially interesting to observe a change in ps-ns dynamics upon phosphorylation in the
methyl group of A113. Other nearby methyl groups also have perturbations to dynamics,
such as I20, L24, I55, and L120 (all decrease in S2axis, Fig. 3). All of these methyl groups
localize to the pocket between the beta sheet and helices 1 and 5. The residues form a
network between the active site and the FliM binding interface (Fig. 4a). This suggests that
the link between A113 and CheY function may be directly related to ps-ns dynamics
associated with the side chains. To our knowledge, other than mutational studies of A113,
this region of CheY or any RR has never been shown to be important for function.
Correlation of fast and slow motions in CheY
The relationship between the overall increase or decrease in flexibility of a protein on
different timescales is not well understood. Here, by monitoring changes in both fast and
slow dynamics upon phosphorylation, we hoped to shed light on this potentially complex
relationship. Upon phosphorylation of CheY, we report an apparent decrease in slow
dynamics with an overall slight increase in flexibility in the side chains on the fast timescale.
However, we do observe an apparent increase in rigidity on both timescales in the active
site. This complex behavior in CheY demonstrates the difficulty in predicting the
relationship between motions on different timescales.
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Recent reports of changes in side-chain dynamics on the fast timescale link these changes to
the function of the protein. These reports rely on the connection between fast dynamics and
conformational entropy.6, 41-43 For calmodulin,6 a PDZ domain,7 and catabolite activator
protein8 changes in conformational entropy regulate the protein’s binding activity. In these
cases, changes in the dynamics were detected throughout the protein as opposed to being
localized to the active site. This global redistribution of side-chain motions has an overall
effect on the conformational entropy of the system to affect protein function. Here, we
report the changes in ps-ns dynamics of CheY are largely localized to the active site and
residues in the allosteric pathway. In CheY, at least for the case of phosphorylation, there is
not a global effect on the motions of the methyl side chains on the fast timescale as seen in
these other cases.
In addition to the spatial restriction of changes in fast side-chain dynamics in CheY, there is
segregation of residues that become more rigid from those that become more flexible. The
largest rigidifications to ps-ns side-chain dynamics are in the active site with residues that
become more flexible distributed nearby (Fig. 3c). This localization of rigidifying residues
may be necessary for the allosteric conformational switch in CheY. 9 of 13 residues with a
change in ps-ns dynamics become more flexible upon phosphorylation and this is likely to
entropically compensate for the large rigidifications in the active site.33, 34 Furthermore,
CheY seems to be built for this kind of entropic compensation. All four methyl groups that
become more rigid upon phosphorylation have low S2axis values in CheY-unP compared to
the average values for that particular methyl group. Most interesting is T87 Cγ2 which has
the largest increase in S2axis and has an S2axis value of 0.50 ± 0.04 in CheY-unP where the
average CheY values for Thr Cγ2 is 0.69. In the unphosphorylated state of CheY, many
methyl groups, especially T87 Cγ2 seem “poised” for the change in ps-ns dynamics upon
phosphorylation. Residues that become more flexible do not seem to be “poised” (3 of 9
have high S2axis values in CheY-unP), but nearly all (8 of 9) have less than average S2axis
values in CheY-P. Together, this suggests the entropic compensation in CheY may be a
necessary element of the allosteric switch.
While the entropic compensation may be necessary in CheY, changes in the ps-ns dynamics
caused by phosphorylation seem to be restricted to locations near to the active site. Many
distal regions of CheY are silent on the μs-ms timescale and have little or no change in fast
dynamics upon phosphorylation. For proteins that have been similarly studied on multiple
timescales8, 44, there is a global impact on ps-ns dynamics upon perturbation. These proteins
(in addition to others with reports of changes in ps-ns timescale dynamics upon
perturbation6, 7) seem to readily spread changes in ps-ns dynamics throughout the protein.
CheY’s unique ability to subdue this propagation of ps-ns dynamics changes may reflect a
distinct mechanism by which proteins utilize ps-ns dynamics for function.
Localization of changes in fast dynamics at regions of allosteric conformational change is
not surprising. This is due to the conformational change which causes a change in the
chemical environment of a methyl group and the very responsive ps-ns side-chain dynamics
being affected. In CheY, residues A113, M60, and M17 are in regions without large
conformational change and do not have measureable slow motions. Nevertheless, the
presence of modest changes in ps-ns side-chain dynamics at these residues suggests changes
in ps-ns dynamics in CheY go beyond the simple explanation of a mere effect from
conformational change.
CheY reveals a mechanism that utilizes segmental motions on the timescale of the
conformational change22 and colocalized changes in faster fluctuations upon that
conformational change. This correlation of motions on different timescales in CheY sheds
light on the importance of the relationship between multiple timescales of motion. The
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nature of the relationship and how it results in allosteric function is still poorly understood.
Utilization of CheY mutants may yield additional information to better understand the
relationship between timescales in an allosteric signaling protein.
Materials and Methods
Protein expression and purification
E. coli CheY was overexpressed and purified as described previously.22 The CheY plasmid
was transformed into BL21 Star (DE3) cells (Invitrogen) and grown in minimal media
supplemented with the appropriate isotopes for the desired labeling utilizing 15NH4Cl [99%]
and/or D-glucose [U-13C6-99%]. Samples for relaxation dispersion and 2H relaxation were
grown to yield > 80% and ~60% 2H incorporation, respectively. Pure CheY was
concentrated and stored in NMR buffer (50 mM NaPi, 10 mM MgCl2, 0.02% NaN3, pH 7.0)
at 4 °C.
Preparation of BeFx-bound CheY
As previously described22, BeFx-bound CheY was prepared with 4 mM BeCl2 and 25 mM
NaF to ensure saturation of 1 mM CheY and in an ideal ratio for a BeF3 complex. Assuming
a Kd of 7.7 μM for BeFx and CheY45, 99.7% of CheY is bound by BeFx. The NMR samples
were prepared by starting with a typical CheY-unP sample (1 mM CheY and 10% 2H2O in
NMR buffer) and adding the BeCl2 and lastly NaF. Samples were left at room temperature
overnight and centrifuged briefly before transferring to an NMR tube.
NMR Spectroscopy
All NMR spectra were collected on 1 mM CheY in NMR buffer and 10% 2H2O at 25 °C
except for relaxation dispersion experiments which were collected at 15 °C. NMR
experiments were collected on Varian INOVA spectrometers equipped with room-
temperature (500 and 600 MHz) or cryogenic (700 MHz) probes. Side-chain methyl
assignments were made by utilizing previously assigned Cα and Cβ chemical shifts and a
three-dimensional HCCH3 total correlated spectroscopy spectrum.46 Resonances from
methionine methyl groups were assigned using a combination of a three-dimensional
methyl-methyl NOESY spectrum47 and mutation of methionine residues. All NMR data
were processed using NMRPipe48 and visualized with NMRDraw and NMRView49.
15N CPMG relaxation dispersion
15N relaxation dispersion of CheY-P was performed using a relaxation-compensated CPMG
experiment27 utilizing a 20 ms total CPMG period. Ten τcp values with two duplicates and a
reference experiment were collected interleaved at 700 MHz. R2,eff was calculated from
peak intensities as described previously50. Approximate Rex was calculated by using R2,eff
values from this experiment: Approximate Rex = R2,eff(τcp = 5 ms) − R2,eff(τcp = 0.556 ms).
Error in approximate Rex was propagated from peak intensity analysis of duplicate τcp
values. Relaxation dispersion of CheY-unP was previously published22 and approximate Rex
values were calculated in the same manner as CheY-P for data collected at 700 MHz.
15N backbone and 2H methyl relaxation
Standard backbone 15N relaxation experiments were used to collect the T1, T2, and
{1H}-15N NOE data at 500 MHz for CheY-unP and at 500 and 600 MHz for CheY-P51. For
T1 and T2 experiments, 9 or 10 relaxation time points along with 3 duplicates were
collected. For the {1H}-15N NOE, the recycle delay was a combination of a 1H saturation
time of 5.5 or 6 s and a pre-delay of 100 ms. 2H T1 and T1ρ experiments32 to measure
IzCzDz and IzCzDz relaxation32 for side-chain ps-ns dynamics were collected at 500 and 700
McDonald et al. Page 7













MHz for CheY-unP and at 500 and 600 MHz for CheY-P. For each experiment, 9 relaxation
time points along with 3 duplicate points were collected.
Relaxation analysis
Relaxation decays were best fit to single exponentials using in-house programs. Motions on
the ps-ns timescale were characterized using the model-free formalism.28, 29 Global
correlation times for both CheY-unP and CheY-P were determined to be 8.1 ns from global
analysis of the data. Backbone relaxation rates were fitted to the five standard model-free
models and the Akaike information criterion53 was used for model selection utilizing the in-
house program relxn2.2.35 Determination of side-chain methyl dynamics parameters (order
parameter, S2axis and effective correlation time, τe) was carried out as previously
described.54
Supplementary Material
Refer to Web version on PubMed Central for supplementary material.
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• CheY switches between inactive and active conformations on the μs-ms
timescale.
• Phosphorylation dampens and redistributes μs-ms motions in CheY.
• Phosphorylation induces changes in ps-ns side-chain dynamics in CheY.
• We observe limited global spreading of ps-ns dynamic changes in CheY.
• Ps-ns dynamic changes localize to the allosteric conformational change region.
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Crystal structure of CheY displaying residues involved in the conformational switch. FliM
(green), BeFx (yellow), and Mg2+(orange)-bound CheY (1F4V19). The site of
phosphorylation, D57, is highlighted in black. Allosteric signaling quartet, W58, M85, E89,
and Y106, are shown as red sticks and T87 as blue sticks.
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Comparison of μs-ms motions between CheY-unP (black/grey) and CheY-P (red/pink).
Approximate Rex is shown as bars (a) and displayed on the crystal structure of CheY-unP
(b) and CheY-P (c). Black or red indicates Rex > 2 s−1 and grey or pink indicates 2 s−1 > Rex
> 1 s−1. Rex below 1 s−1 is considered zero and not shown. Residues are displayed if Rex is
greater than 1 s−1 for either CheY-unP or CheY-P. Approximate Rex = R2eff(τcp = 5 ms) −
R2eff(τcp = 0.556 ms) at 700 MHz. For both CheY-unP and CheY-P, an F-test (αcritical =
0.10) was used to remove any residues with unreliable Rex values by fitting to both a straight
line and a simple two-state model. M60 failed the F-test indicated by an asterisk for CheY-
unP.
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Difference in ps-ns motions between CheY-unP and CheY-P. Change in the order parameter
(a) and correlation time (b) upon phosphorylation with colored bars shown as colored
spheres in (c) and (d), respectively. ΔS2axis = S2axis(CheY-P) − S2axis(CheY-unP) and Δτe =
τe (CheY-P) − τe (CheY-unP). Blue indicates an increase in rigidity upon phosphorylation,
and green is an increase in flexibility. Colored bars indicate a significant change determined
by ΔS2axis > 2σ or τe > 2σ.
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Largest changes in ps-ns dynamics localize to the region of allosteric conformational
change. (a) Methyl groups with a change in ps-ns dynamics upon phosphorylation are shown
as blue spheres. A gradient color scheme is used in which the largest ΔS2axis are darkest
blue and lightest colors indicate a change in τe without a change in ΔS2axis. Residues with a
change in both S2axis and τe are shown according to ΔS2axis. A region that contains many
large changes in ΔS2axis and τe that corresponds to the allosteric conformational switch are
enclosed by the oval. (b) The locations of residues active in the allosteric switch (red), FliM
binding (green), or mutation (purple) have their methyl groups shown as spheres.
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